A cluster of a Neisseria meningitidis serogroup C strain causing invasive disease was investigated. Five out of seven cases were associated with a particular discotheque. The strains were indistinguishable, as revealed by pulsed-field gel electrophoresis and sequencing of variable regions of the porA gene, but caused strikingly different clinical presentations during 5 months.
VR sequences to families (2) , deduced amino acid sequences of the VRs were aligned with sequences available in the N. meningitidis PorA VR database (http://mlst.zoo.ox.ac.uk/porA -vr/), where the VR family designation is based on the scheme of Suker et al. (17) .
Three patients (Table 1 ; patients D, E, and F) with N. meningitidis serogroup C disease were admitted to a local hospital on three subsequent days. The first patient (patient D) was a 25-year-old male who fell ill with fever, petechiae, cutaneous bleedings, and hypotension. The patient developed a fulminant septicemia and a fatal disseminated intravascular coagulation within 5 h. The following day, a 21-year-old female attended the hospital due to a swollen knee joint (Table 1 ; patient E). Septic arthritis was suspected, and N. meningitidis group C was isolated from the joint fluid. The third patient, a 21-year-old male with an artificial eye (enucleation performed due to an uveal tumor at the age of 3 years), suffered from conjunctivitis and displayed symptoms of meningitis (Table 1 ; patient F). None of these patients knew each other or listed close friends when answering the question of social contacts. However, they had all visited the same discotheque in Malmö on the same night (Fig. 1) . The strains from all three patients were phenotypically identical (C2aP1.nst). Genosubtyping showed the same nucleotide sequences in VR1, VR2, and VR3 of the porA gene, namely, those of genosubtypes 5a, 10d, and 36b (Table 1 ). Healthy individuals who had had contact with patients D, E, and F were either checked with pharyngeal swab cultures or directly prescribed ciprofloxacin. One strain of N. meningitidis with full identity with the invasive isolates was detected among the healthy contacts (Table 1) .
All invasive N. meningitidis group C strains (n ϭ 11) collected in the surveillance area (Skåne, Sweden; population, 1.1 million people) during 1992 were analyzed. Four strains isolated from patients A, B, C, and G displayed the same PFGE patterns and VRs in their porA genes as the strains associated with the discotheque (Table 1) . Patient C was a 24-year-old male who also had visited the same discotheque 3 weeks before patients D, E, and F ( Fig. 1) . He was admitted with septicemia and menigitis complicated by convulsions and required respirator therapy for 6 days. Patient G, a 21-year-old male who had visited the discotheque in July, fell ill in early September. A few days before his admission to the hospital, he had gotten a splinter in his right ankle, accompanied by local tenderness and arthritis in his right knee joint. Surprisingly, meningococci with full identity with the cluster strain were isolated from his knee joint. Two additional patients carrying the cluster strain were detected in our study; patient A was a 9-year-old boy (Table 1) who initially presented with a sore throat, followed by a fulminant septicemia. Due to necrosis in a finger, amputation of the two distal phalanges had to be performed. Suspected cerebral damage resulting in a considerably delayed puberty was observed after 4 years. Patient B was a 2-year-old girl suffering from septicemia without any manifest sequelae. No epidemiological connection was found either between patients A, B, and C (except for living in the same city [Landskrona, Sweden; population, 37,000]) or between the different disco attendees. The genetic diversity within the group C meningococci in the surveillance area is illustrated by the characterization of the four unrelated cases during 1992 (Table 1) .
A relationship between alcohol consumption, tobacco smoke exposure, male gender, and meningococcal disease is statistically proven (4, 7). These hallmarks are, however, less prominent during sporadic serogroup C meningococcal disease (13, 16) . Except for environmental factors, it is presently obscure why patients are differently affected by the same strain. Various disease manifestations from fulminant septicemia to less severe disease, including primary arthritis (20) and conjunctivitis (3), were observed in our study ( Table 1 ). The meningeal tropism and interactions with most human cell types by N. meningitidis (10) suggests that a patient's phenotype as well as acquired specific and nonspecific immunity plays a crucial role in the clinical outcome. In conclusion, we found that porA gene sequencing (genosubtyping) together with PFGE provided meaningful information during a meningococcal outbreak with the cluster strain lasting 5 months.
